"carcinogenic" or "high-risk" [Bouvard et al., 2009; Munoz et al., 2006] [Kjaer et al., 2010] , to plan a correct management of the patient, and to predict treatment effectiveness in cervical cancer patients [Nagai et al., 2004; Nobeyama et al., Italy) was used to purify the DNA from 1 ml of the cervico-vaginal specimens. 100 µl of the 108 provided elution buffer (AE) were used for the final elution step, obtaining "extract B". For the 109 extraction with the NucliSENS EasyMAG automated platform (bioMérieux, Florence, Italy), the 110 lysis step was performed by the instrument ("on-board protocol") and the "Specific B" protocol was 111 then used to extract total nucleic acids from 500 µl of the cervico-vaginal samples. The elution step 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59 discordant results obtained using the same extract for both assays are shown in Table I . Table III . In the case of the 5 samples with a discordant INNO-LiPA type-specific profile, lack of 175 concordance was observed for 7 high-risk (HPVs 16, 18, 45, 51, 53, 58, 70) and 1 low-risk HPV 176 types (HPV 54), as shown in Table IV. 21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59 showed that most, if not all, the genotyping results were either concordant or compatible, as already 183 demonstrated in previous studies performed on much larger sets of samples [Castle et al., 2008; van 184 Hamont et al., 2006] . The data also confirmed that the Linear Array is able to detect more multiple 185 infections and a greater number of HPV types per multiple infection (data not shown) [Castle et al., 186 2008]. The differences observed between the two methods may be due to the fact that these assays 
191
A variability in the HPV type-specific profiles obtained both by the Linear Array and the LiPA on different extracts of the same samples was found, suggesting that both assays are affected 193 by the DNA isolation method used. These data are consistent with the results of a previous study 194 that showed the influence of the extraction protocol on the Linear Array performance [Dunn et al., 195 2007]. However, the present study seems to indicate that the INNO-LiPA is less affected than the
196
Linear Array by the DNA purification technique used.
197
Interestingly, the inclusivity level of the Linear Array for most of the 9 HPV types discordant 198 among the several extracts is medium to high (900-30,000 copies/ml), i.e. this assay detects F o r P e e r R e v i e w when tested by Linear Array was HPV 42, which has an inclusivity level of 30,000 copies/ml. In 1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  17  18  19  20  21  22  23  24  25  26  27  28  29  30  31  32  33  34  35  36  37  38  39  40  41  42  43  44  45  46  47  48  49  50  51  52  53  54  55  56  57  58  59 account. In spite of these limits, the present study confirms previous results that showed that 256 changes in the DNA extraction method modify HPV genotyping tests performance [Dunn et al., 257 2007]. Thus, the consistent use of the same DNA isolation protocol is recommended, in order not to 258 have an extraction-dependent variability.
259
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